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“Lessons learned”
PFGE clearly lacks the discriminatory capacity
and phylogenetic basis of the sequencing-based
subtyping methods. Thus its conclusions may be
misleading as shown in the present case.
Moreover the incongruence between the human
surveillance system for L. monocytogenes based
on WGS and the non-human system based on
PFGE will continue to be a major bottleneck in
any future foodborne outbreak investigation.
Therefore, the implementation of WGS for routine
preventive L. monocytogenes surveillance for
both human and non-human isolates should be
considered.

From January 2016 to January 2018, 14

cases of listeriosis in Finland were

caused by L. monocytogenes sequence

type (ST) 6. Therefore, Finland launched

in November 2017 an international

urgent inquiry (UI) using the Epidemic

Intelligence Information System (EPIS)

to investigate the presence of this strain

in other European Member States.
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Fig. 1 PFGE profiles (AscI-ApaI) of the strains closely related to the Finnish outbreak profile

(highlighted in red), Belgian isolate with indistinguishable profile from the Finnish outbreak

strain (highlighted in yellow).
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Fig. 2 Minimum Spanning Tree based on the cgMLST of the strains closely related to the

Finnish outbreak strain (red node), Belgian isolate with indistinguishable PFGE-profile from

the Finnish outbreak strain (yellow node), the number of allelic differences is indicated by Δ,


